Supplementary Figure 2.
Stacked barplot of bacterial taxa relative abundance comparing QIIME and EMIRGE algorithms. The graphs show the relative abundance of based on the 16S gene analysis vs. the QIIME analysis. The Emirge 16S algorithm uses consensus 16S sequences while QIIME uses individual reads. The three samples were chosen at random and the taxa of each sample are shown in the key to the right of bar graph. The Jaccard index was calculated to the samples (1, 2 and 3) and showed similarity of the 61.11 %, 86.36% and 73.68%, respectively, between the methods of analysis. 
